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We have isolated a cDNA clone encoding human enkephalinase (neutral endopeptidase, EC 3.4.24.11) in a ).gt 10 library 
from human placenta, and present the complete 742 amino acid sequence of human enkephalinase. The human enzyme 
displays a high homology with rat and rabbit enkephalinase. Like the rat and rabbit enzyme, human enkephalinase con- 
tains a single N-terminal transmembrane region and is likely to be inserted through cell membranes with the majority 
of protein, including its carboxy-terminus, located extracellularly. 
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1. INTRODUCTION 
Enkephalinase (neutral endopeptidase, EC 
3A.24.11) is a membrane-bound zinc-metallo pep- 
tidase which cleaves the GlyLPhe 4 amide bond of 
the opioid peptides, enkephalins, both in vitro and 
in vivo [1-3]. Thus, acetorphan, a parenterally ac- 
tive enkephalinase inhibitor, was shown to display 
analgesic properties in humans [4,5]. Enke- 
phalinase was initially identified in rodent brain, 
but it was soon realized that it is also present in 
many peripheral organs. In particular, its activity 
is highest in the kidney, where it was shown to be 
identical to an insulin B-chain degrading enzyme 
[6-8] identified several years before [9], the so- 
called neutral endopeptidase. We have recently 
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cloned enkephalinase from both rat brain and 
kidney [10], further demonstrating the co-identity 
of the brain and kidney enzymes. In addition, 
enkephalinase has also been recently cloned from 
rabbit kidney [11]. 
Enkephalinase activity has been detected in 
several human tissues including brain [12], 
neutrophils [ 13,14], kidney [15] and placenta [ 16]. 
We now report the isolation and characterization 
of a full-length cDNA clone encoding human 
enkephalinase, constructed from placenta mRNA, 
and present a comparison of the human, rat and 
rabbit enzymes. 
2. MATERIALS AND METHODS 
A partial rat enkephalinase cDNA clone was used to screen 
a human placenta cDNA library constructed from 
polyadenylated mRNA, in Agtl0. This library had been 
previously used to clone the insulin receptor [17]. The 466 base 
pair EcoRI-BgllI cDNA fragment of the rat clone AK3 [10] was 
labelled by random priming, and used to screen in duplicate 
1.6 x l0 s human placental eDNA clones. Hybridization was 
carried out at 37°C in 2 x SSC, 20% formamide, and filters 
were washed at 37°C in 0.5 x SSC, 0.1% SDS. Inserts of A 
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phage were subcloned in an MI3 derivative and sequenced by 
the chain-termination method [18]. 
3. RESULTS AND DISCUSSION 
Using a fragment of rat enkephalinase cDNA 
clone as a probe, we identified three positive clones 
in the human placenta library we screened. The 
largest clone, AH7, was sequenced. Its insert, 3181 
base pairs in length, contains an open reading 
frame starting at an ATG initiation codon at base 
21, with a TGA stop codon at base 2247 (fig.l). 
This reading frame encodes a 742 amino acid long 
polypeptide. One of the three eDNA clones we 
identified differs from clone AH7, with an A in 
place of a G at base 1413 (fig.l). An A base would 
change the corresponding codon from an Ala to a 
1 10 20 30 40 
LYsSERGL~ERGLNHETA~P~LETHRA~LE~sN~H~PR~L~L~LY~L~LNAR6TR~THePR~LEu6LU~LES~RLEUSERVALLEUVALLE~LEULE~THR~LEILEALA~ALTHeRET~LEALALEu~RALATHR 
1 ~CA~GT~A6AAAGT~AGATG~ATATA~CTGATATCA~CACTCCAAA~CC~A~GAA~AAACAGCG~TG~A~TCCACT~GAGAT~AGC~TCTCGGTC~TT~T~CTGCTCCT~ACCATC~TAGCT~TGACAkT~ATC~ACT~T~T~C~A~C 
50 60 70 80 90 
TYRA~PA~GLYI~E~LY~$ER$ERA~ILELY~ERALAALAAR6LEUILEGLNAsNRETA~PALATHRTHR~L~PR~Y~THRA~PHEPHELY~TYRALA~y~LY~LYTR~LEuLY~AR~A~NVAL]LEPR~UT~R~ER 
150 TA••ATGATGGTATTTG£AkGT•AT•A•A•TG•ATAAAAT•kGCT•CT••A•T•kTC•AAAACATG•ATGCCA••ACT•A•CCTTGTA•A•A•TTTTT•AAATAT••TTG•G•AG•CT••TTGAAAC•TAAT•T•ATTC••GA•A••AGC 
100 110 120 130 If-//'/////~'~laO 
~ERAR~TYRGLYASNPHEA~PILELEUARGA~PGLULEUGLUVALVALLEULY~A~P~AL~EU~LNGLUPR~L~THRGLUA$PILEVALALAVAL~LNLY$ALALY$ALALEU~YRAR~ERCY~LEA~N6Lu~ERALA~LEA~P$ER 
500 TCCC~TTACG~AACTTTGACATTTTAA~A6ATGAACT~AA~T~GTTTTG~AAGAT~TCCTTC~A~AAC~C~AA~CT~AA~ATAT~T~CAGT~CA~AAGCAAA~CATTGTACAG~TCTT~TATAAAT~AAT~TG~TATTGATA~ 
150 160 170 180 1gO 
AR6GL~GLY~L~PR~LEULEULY~LEULEUPR~A~PILETYR~LY~RPPR~VALALATHR~LUA~NTRP~L~GLNLY~YR~LYALASERTRPTHRALA6LULY$ALAILEALA~LN~EUA~ER~Y~T~RGLYLY~L~VALLEU]LE 
~50 A~AGGTG~A~AAC~TCTA~TcAAA~TG~T~CcA~AcAT~TAT~TG~c~6TA~CAACA~AA~CT~A~CAAA~TAT~T~TTcTTG~ACAGcTGAAAA~GCTATT~ACA~CT~AATTcTAAAT~T~AAAAAAGTCCTTATT 
200 210 220 230 240 
A~NLE~PHEVAL~YTH~A~PA~PLY~A~N~ERVALA~NH~VALILEHI~|LEk~PGLNPR~ARGLE~LY~EUPR~ERARGA~PTYRTYRG~uC~THR~LYILET~R~LUALACY~THRALATYRVALA~PPHE~ETIL~ER 
600 ~ATTTGTTTGTTGG~ACTGATGATAAGAATT~T~TGAATCATGTA~TT~ATATTGA~AA~TCGA~TTGGCCTC~TT~TAGA~ATTA~T~T~A~TG~TGGA~T~TATA~AGAGG~TTGTACAG~ATATGTGGATTTTATGATTTCT 
250 260 270 I~f/ / f J / /A280 290 
VALALAARGLEU]LEAR~LNGLUGLUARGLE~PR~ILEA~P~L~A~N~LNLEUALALE~L~NETA~NLY~VAL~ET~LULE~GL~LY~L~EALAA~NALATHRALALY~PR~L~A~PARGASNA~PPR~RETLE~LEUTYRA~N 
750 GTGGCCAGATTGATTC~TCA~GAA~AAA~TT~CCATC~ATGAAAACCAGCTT~CTTTGGAAAT~AATAAA~TTATG~AATT~AAAAAGAAATT~AT~C~A~CTAAAC~TGAA~ATC~AATGAT~AAT~CTT~T~TATAA~ 
300 I~ / / / / / / /A  ~10 P'//.~/////8520 P"//.,~////8530 3qO 
LY~RETTHRLEUALA~LNILE~Nk~NA~NPHE0ERLEU~LU~LEA~N~LYL~PR~PHESERTRPLEUA~NPHETHRA$N~LUIU~RET~ERTHRVALA~NILE~ER]LETHRA~NGLU~LUA~PVALVALVALTYRALAPR~GLUTYR 
900 A~ATGACATT~CC~GAT~CAAAATAACTTTTCA~TAGAG~TCAATG~G~A~CCATTCA~CTGGTTGAATTTCA~kAATG~AATCAT~TCAACTGT~AAT~TTA~T~TTACAAATGAG~AA~ATGTGGT~GTTTATGCTCCA~AATAT 
350 360 370 580 390 
LEUTHRL~LEULY~PR~ILELEUTHRLY~TvR$ERA~AARGASPLEUGLNA~NLEU~ETSERTRPARGPHE]LE~ETA~PLEUVAL~ER~ERLE~ERARGTHRTYRL~GL~ERARG~$~ALAPHEARGLY~A~ALEU1YRGL~THR 
1050 TTAA~C~AACTTAAGC~C~TTCTTACCAAATATTCT~CCA~AG~TCTT~AAAATTTAAT~T~CTG6AG~TTCATAATG~ATCTT~T~A~TC~G~CGAACCTA~AG~A~TCCA6~A~T~TTTCC~A~G~CCCTTTAT~T~CA 
400 410 420 qS0 440 
THRS~R~LUTHRALATHRTR~AR~AR~CYSALAASNTYRVALA~N~L~A~NNET~LUA~NALAVALGLYAR6~EUTYRVAL~LU~LAALAPHEA~A~LY~LU~ERLY~HI~AL~AL~LUA$PlE~LEALA6LN[LEARG~LUVALPHE 
1200 AC~T~AGAAA~A~CAA~TT~GA~GTT~T~A~CT~TGT~AAT~G~AAT~T~GAA~TGCTGT~GA~TTT~T~T~AA~GCATTT~TG~A~A~A~TAAACAT~TGGT~GA~ATTTG~TTGCACA~AT~G~AA~TTTTT 
450 960 470 980 990 
[LEGLNTHRLE~A~PA~PLEUTHRTRPRETA~PALAGLUTHRLYs~Y~A~GALA~LUGL~LY~AL~LE~ALA]LEL~LUARGILE~LYT~RPR~A~PA~P~LEVAL~ERAsNA~PA~NLY~LEUA$NAsN~LUTYRLEUGL~E~A~N 
1350 ATT~AGA~TTTA~T~AC~T~ACTTGGAT~ATGC~A~AAAAA~AGkG~TGAAGAAAA~C~TTA~AATTA~A~A~A~ATC~CTAT~T~AT~A~ATT~TTT~AAAT~AT~AA~T6^ATkAT~A~TAC~T~G~TT~AAC 
500 510 520 550 540 
T~RLY~LUA~P~L~TYRPHEGLUA~N~LE~LE~L~A~NLE~L~PHE~ER~LN~ERLY~LNLE~LY~LY~LEUAR6~LUL~ALA~LY~AS~GLUTRP~LESERGLYALAALAVAL~ALA$~ALAPHE~YR$ERSERGLYARGA$N 
1500 TA~AAkGAAGAT6AAT~CTT~GAGA~CAT~ATT~AAAATTTG~AATT~A~CCAA~G~A~A~AACT6~GA~G~T~GA~A~A~GT~ACAAAG~T~GT~ATAAGTGGAG~A~CT~TAGT~kTG~ATTTTACT~TT~AGGAAGkAAT 
550 560 570 580 590 
~LN|LEVALPHEPR~A~A~LY~LELE~LNPR~PR~PHEPHESERALA6LN~LN~ERA~NsERLEUA~NTYRGLYGLY~LEGLY~ET~AL~LEGL~H~6LUILETHRH~$GLYPHEA$pASPA$N~L~AR~A~NP~EA~NLy~A~P~LY 
1650 CA~ATA~T~TTCCCA~C~ATTCT~CAGC~CCCTTCTTTA~T~CCCA6CA~TC~A~CTCATT~AACTAT~G~G6CATCG~TG~TCATA~GACACGAAATCACCCAT~GCTTCGAT6A~AAT~CA~AAACTTTAA~AAA~AT~A 
600 610 630 6q0 
A~PLE~VALAs~TR~TR~THR6LN~LNSERALASERAsNPHELY~LU~LN~ERGLN~Ys~ETVALT~RGLN~YR~LvAsNPHESERTRPAs~LEuALA~L~GL~6LNHI~LE~AsNGLYILEA$NTHRLE~6LY~LuAsNILEALAAsP 
1800 ••CCTCGTT•ACT•G••6ACTCAA••G•CTGCAA•TA•CTTTAA••AGCA•TCCCAGT•CAT•GT•TAT•A•TAT•GAA•CTTTTCCT••GACCTGGCA•GTGGA•A6CA••TTAATG•A•TTAATACACT•••AGAAAA•ATT•CTGAT 
650 660 670 680 690 
A~N~LY~LYLEU~LY~LNALATYRARGALAT~R~LNAsNTYR[LELYSLY~A~NGL~LU~LULY~LEULEUPR~LYLEUA~PLEUA~NHISL~s~LNLE~PHEPHELEUAsNPHEALAGLNVALTRPCYs~L~THRTYRARGPR~LU 
1950 AAT••AGGTCTT••TCAA•CATA•A•A••CTATCA•AATTATATTAAAAA•AATGGC•AA•AAAAATTACTTC•T••ACTTGA•CTAAATCACAAACAACTATT•TTCTT•AACTTT•CACAG•T•T••T6T•GAACCTATA••••AGA• 
?00 710 720 730 740 
TYRALAVALA~N~ER~ELY~THRA~PVALH[SSERPR~LYASNPHEARG~LE|LE6LYTHRLEUG~NA~N$ER~LA~LUPHE0ERGLUALAPHEHIsC~kRGLY~A~NSERTYRNETA~NP~LU~Y~LY~YSAR6VALTRP~P* 
2100 TAT~TTAACTCCATTAA~CA~T~TGCACk~T~CA~CAATTTCAG~TTATT~GACTTT~AGAACTCTGC~6AGTTTTCAGA~GCCTTT~A~TGCCGCAA~ATTCATACAT~AATCCk~AA~A~AA~T~CCG~6TTT~T~A 
2250 T~TTCAAAA~AkGCATT~A6CCCTTGGCT~A~TTGCCAACA~CACA~AAA~AATTCTCTAA~C~AAA~AAAT666CCCTkG6~TCACT~TA~TGACTT~A~6T6kTTkACA~A6A6~GCACC~T~ACAATACA~TAA~AT 
2900 ~kGGT~6~TA~AAAGG6T~TG~AGG~A~AAG~TCTAA~TCTATCkAGTCA~TCATTTCT~ACT~T~TA~kTAAT~CTTAATTTCTA~A6ATAATATTACT~T~TATTTCTGTTT~T~ATATGGTCTAC~AGTTTGCTGATGT~ 
2550 C~T~AAAkCAAT~AkAA~CTTT~A~TA~AC~A~TTTCTAAT~AAAA~GGAAAA~AA~T~TT~AATA~A~TTA~CA~A~AA~AAc~1~G6T~A~TAT~TTTAAA~AC~TT~CTA~TACTAGTTTTTACTTTTA 
2700 TTTG•AkCATTTACA•T•CTTCAAAATC•TTCC••A•AATT•TTATACA•AT•••GGCCTT•GA•CTTACAT•6TTTTAAACTC•TTTTTGC••T•CATCA•TTATT•kTTCT•T•AT•ATTTATTTTAAGC•CTCTTAAA•CAA•AAAT 
2850 GAAT•T•TkAAATT•TTTTTTGTT•TA•CT••TTTG•CT•ATG•TGAGATT•TTCA•GCTTCCT6•AATTTT•TAA6•AATTTCTT•CT•TATCT•TCA•AA•TT•6TATTTTTCA•A0ATTT•TATAAATGTAA•AAT••TAATTT•T• 
3000 TATTTAATTATTAACTA~ATTTAT~AGTAA~TATT~TTkTA6~TAATCA~T~AATATT~AGTTTCA~CTT~AAT~A~AGTTGTGAACCAA~ATCTATAAAGC~ATATACkGAT~AAAATTT~GACTATTTAAA~TTATA~AT~ATA 
3150 TTGATGAAAAGATTTAAGCACAAACTTTAGGG 
Fig.l. Nucleotide and deduced amino acid sequence of human enkephalinase. The 8 amino acid stop-transfer sequence PKPKKKQR 
is indicated by a black bar, and the putative 23 amino acid transmembrane spanning domain is indicated by an open bar. Six potential 
N-linked glycosylation sites are shown by hatched bars. A potential poly(A) addition signal AATAAA is underlined. 
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1 10 20 30 40 
- KSESQMDI  TD 
GRSESQMDI  TD 
~ESQMDI  TD 
50 
~ DDGICKSSDC DDGICKSSDC 
DDGICKSSDC 
NTPKPKKKQRWTPLEt  SLSVLVLLLT I  I AVTMI  ALYAT 
NIAIP KPKKKQRWT PL El SLSVLVLLLT I~I  AVTMI  ALYA 
NTPKPKKKQRWTPLE I  SLSVLVLLLT IV I I  AVTMI  ALYA 
60 70 80 90 
KSAARL,  ~A QNMDATT E PCT DF F KYACGGWL KRNVI  PETS 
KSAARL I  QNMDA EPCTDFFKYACGGWLKRNVI  PET 
KSAARL I  QNMDATAEPCTDFFKYACGGWLKRNVI  PET 
100 110 120 130 140 
SRYSNFDI  ERDELEVI  LKDVLQEPKTEDI  VAVQKAKTLYRSCI  NESAI  D 
FDI LRDELEVI  LKDVLQEPKTEDI  VAVQKAKTLYRSCIVNL~TIA I  D 
150 160 170 180 190 
RG~G~ ATE K A AI AQLNSKYGKKVL i EPLLKLLPDI I~ YGWPV ~ 
PL L~_~L LPDI  YGWPVA I AQLNSKYGKKVL 
mQGoPL ,  ~ , ,  PO~QWPV*TO"WEOTY QT SW;I*E KS' AO ' "SN~QK~V"  
200 210 220 230 240 
INFF I - IVGTDDKNST I H DQPRLGLPSRDYYECTGI  YKEACTAYVDFM 
N~JVLVGT DDKNS~ML_NHI HI DQPRLGLPSRDYYECTGI  YKEACTAYVDFM 
250 
ISVARL I  RQEERLP I  D 
ISVARL I  RQE~RLP I  D 
~ ~ , P ,  o 
3OO 
NKMTLAQIQNNFSLE 
NKMTLA~QNNFSLE 
NKMTLAQ QNNFSLE 
350 
YLTKLKP I  L T KYsL~ 
YLTKLKP I  LTKYSPR 
~KLKP I  L T K YI-~P R 
400 
260 270 280 290 
ENOLL~LEMNKVMELEKEI  ANAT~KPEDRNDPMLLY)  
ENQLSLEMNKVMELEKEI  ANATTKPEDRNDPMLLY  I 
ENQ~EMNKVMEL EKEI  ANATTK~RNDPMLLY  
310 320 330 340 
I NGKPFS~LJNFTNEI  MSTVNI IS r~T INEEOVVVYAPE I  
' NGKPFSWSNFTNEI  MSTVNIN ' I IONEE[~VVVYAPE I 
I NGKPFSWSNFTNEI  MSTVNI  N I IPNEEDVVVYAPE 
360 370 380 390 
DLQNLMSWRFI  MDLVSSL  S RTYKESRNAF RKALY  i 
DLQNLMSWRFI  MD L V S S L S R[N--]Y K ES R NA F R KA L Y 
D~QNL~S WRF I MD L V $ S L S RT Y K]DIS R N A F R K A !. Y 
410 420 430 440 
i TSOT.T. . .C . .YV.O. .E . .VO. .YVE. . , .OES. .VVEO' ,  .O. 
T T S ETAT WRRCANYVNGNME NAVGRL YV EAAFAGESKHVVE °L  I AQI 
TSE~ATWRRCANYVNGNMENAVGRLYVEAAFAGESKHVVEDL I  AQI  REV 
450 460 470 480 490 
FI QTLDDLTWMDAETKKL~AEEKALAI  KERI  GYPDDI  VSNDNKLNNEYLE i 
FI QTLDDLTWMDAETKKKAEEKALAI  KERI  GYPDDI [ ]SN[ ]NKLNNEYLE 
~111QTLDDLTWMDAETKKKAEEKALAI  KERI  GYPDDI  VSNDNKLNNEYLE 
500 510 520 530 540 
NYKEDEYFENI  I QNLKFSQSKQLKKLREKVDKDEWI  SGAAVVNAFYSSG 
~yKKE[~EYFENI  I QNLKFSQSKQLKKLREKVDKDEWI  SGAAVVNAFYSSG 
INYKEDEYFENI  I QNLKFSQSKQLKKLREKVDKDEWI~GAA~VNAFYSSGI  
550 560 570 580 590 
N~NNQQQI V F PAGI L QPPF F SA~QS NSL NY GGI GMVI GHEI T HGF DDNGRNF NKD 
I VFPAGI  LQPPFFSA QSNSLNYGGI  GMVI GHEI THGFDDNGRNFNKD 
INQI VFPAGI  LQPPFFSAQQSNSLNYGGI  GMVI GHEI THGFDDNGRNFNKO 
600 610 620 630 640 
GDL V DWWT QQSA~NF KE QS QCMV Y QY GN F SWDL AGGQHL NGI NTLGENI~A ~ 
G D L V DWWT QQS A N N F K[~QS QC MV Y QY G N F[T--~WD L A GGQH L N GI NTLGENI  
GDL V DWWT QQSAN N F KE QS QCMV Y QY GNF SWDL AGGQHL NGI NTLGENI  
650 660 670 680 690 
~GQAYRAYQNY~KKNGEEKLLPGLDLNHKOLFFLNFAQVWCGTYRP I 
DNGGIGQAYRAYQNYVKKNGEEKLLPGLDLNHKQLFFLNFAQVWCGTYRP 
IDNGGIGQAYRAYQNYVKKNGEEKLLPG~DLNHKQLFFLNFAQVWCGTYRP 
700 710 720 730 740 
iYAVNSI  KT DVHS PGNF RI I GTLQNSAEFSEAF HCRKNSYMNP EKKCRV 
YAVNSIKTDVHSPGNFRI IGTLQNSAEF~AFHCRKNSYMNPE[ ]KCRV 
YAVNSIKTDVHSPGNFRI I  G~LQNS~EFSEAF~C_~KNSYMNPEKKCRV~ 
Fig.2. Comparison of the amino acid sequences of human, rat and rabbit enkephalinase. The amino acid sequences of human, rat 
and rabbit enkephalinase are shown in this order. Numbering of amino acids refers to the human and rat sequences. 
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Thr. Since both the rat and rabbit enkephalinases 
contain an Ala in this position (Ala 465, fig.2), the 
presence in this clone of an A is probably due to 
an error of reverse transcriptase of the mRNA. 
The rat enkephalinase g ne contains two poten- 
tial ATG initiation codons, and amino-terminal 
protein sequence analysis has shown that the 
second is used [10]. Clone AH7 does not extend far 
enough to the 5 ' -end of the message to include the 
first ATG. Since neither of the other two clones we 
identified contained any additional 5'-sequence, 
we do not know if, like the rat, the human 
enkephalinase gene contains a first initiation 
codon that would be 4 bases upstream from the 
5' -end of clone AH7. The amino-terminal sequence 
of human enkephalinase has not been established, 
but, by analogy with the rat protein, we propose 
that the ATG at base 21 initiates the translation of 
human enkephalinase, with an aspartyl residue at 
its amino-terminus. We have therefore numbered 
the amino acid sequence of human enkephalinase 
starting from this aspartyl residue. However, the 
first ATG of the rabbit enkephalinase g ne is used 
for initiation [11], therefore this assignment must 
remain tentative. 
Human enkephalinase displays a high degree of 
homology with the rat enzyme. Of the total of 742 
amino acids, 700 (94070) are conserved and, of the 
42 differences, only 6 are non-conservative 
changes (fig.2). The rabbit enzyme also shows high 
homology to rat and human enkephalinase (93070) 
but, while no insertions are needed to optimally 
align the rat and human sequences, the rabbit en- 
zyme contains an additional amino acid, a valine 
residue after Phe 196 (fig.2). 
One other important difference between human, 
rat and rabbit enkephalinase concerns potential N- 
linked glycosylation sites. Both rat and human 
enkephalinase contain six potential glycosylation 
sites (Asn-X-Ser/Thr), while the rabbit enzyme has 
five. The site missing in the rabbit, involving 
Asn 2°3, is also missing in the human enzyme, but 
in the latter there is a sixth site, at Asn 327 (fig. 1), 
The significance of these differences i not clear. 
However, the fact that rat and human 
enkephalinase have been shown to be identical 
with respect o a number of properties, including 
optimal pH, sensitivity to inhibitors and kinetic 
parameters for the hydrolysis of a number of 
substrates [12,13,15,16], suggests that these dif- 
ferences do not affect he enzymatic activity of the 
enzyme. 
Several important domains of enkephalinase are 
fully conserved between rat, rabbit and human 
proteins. The highly charged, conformationaUy 
restrained fragment PKPKKKQR (residues 8-15), 
which we proposed to serve as a stop transfer se- 
quence [10], the hydrophobic region which follows 
this fragment (residues 21-43), which is likely to be 
a transmembrane spanning domain, as well as two 
fragments (residues 568-580 and 627-635), which 
have been proposed to serve as binding sites for the 
zinc atom of this metallo peptidase [11] are con- 
served in the three species. In addition, all cysteine 
residues present in the rat protein, which may be 
involved in disulfide bridges, are also found in the 
human and rabbit enzyme. These results suggest 
that enkephalinase is highly conserved among 
mammalian species. 
Acknowledgement: We thank Dr Ellson Chen for his help and 
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